Background: In rectal cancer, total mesorectal excision surgery combined with preoperative (chemo)radiotherapy reduces local recurrence rates but does not improve overall patient survival, a result that may be due to the harmful side effects and/or co-morbidity of preoperative treatment. New biomarkers are needed to facilitate identification of rectal cancer patients at high risk for local recurrent disease. This would allow for preoperative (chemo)radiotherapy to be restricted to high-risk patients, thereby reducing overtreatment and allowing personalized treatment protocols. We analyzed genome-wide DNA copy number (CN) and allelic alterations in 112 tumors from preoperatively untreated rectal cancer patients. Sixty-six patients with local and/or distant recurrent disease were compared to matched controls without recurrence. Results were validated in a second cohort of tumors from 95 matched rectal cancer patients. Additionally, we performed a meta-analysis that included 42 studies reporting on CN alterations in colorectal cancer and compared results to our own data. Results: The genomic profiles in our study were comparable to other rectal cancer studies. Results of the meta-analysis supported the hypothesis that colon cancer and rectal cancer may be distinct disease entities. In our discovery patient study cohort, allelic retention of chromosome 7 was significantly associated with local recurrent disease. Data from the validation cohort were supportive, albeit not statistically significant, of this finding.
Background
The Dutch Total Mesorectal Excision (TME) trial [1] changed standard treatment guidelines for rectal cancer patients [2] . This international trial was designed to provide a clinical assessment of whether additional preoperative short-term radiotherapy (pRT) could reduce the number of local recurrences compared to TME surgery alone. Based on the Dutch TME trial, patients with tumor stage 2 (T2) were recommended to receive pRT in addition to TME surgery [2] . The beneficial effect of TME surgery combined with pRT on rectal cancer local recurrence rates was subsequently confirmed in a Dutch population-based study [3] . In addition to pRT, preoperative concurrent chemoradiation treatment (pCCRT) has been studied internationally and proposed as a preoperative treatment for the reduction of local recurrent disease related to rectal cancer. Reductions in local recurrence achieved by pCCRT were similar to those for pRT [4] , and the postoperative complications associated with pRT and pCCRT were also reported to be comparable [5] . In 2013, an EURECCA consensus was published which provided treatment recommendations for rectal cancer aimed at minimizing the differences in rectal cancer treatment regimes in Europe [6, 7] . Although both pRT and pCCRT are recommended for specific TNM stages and introduction of these approaches has reduced local recurrence rates markedly, no difference in overall survival has yet been achieved [2, 4, 8] . This lack of survival benefit is most likely caused by the harmful side effects [9] and comorbidity of the preoperative treatment [2] . Recently, a phase III clinical trial named RAPIDO was initiated to assess the survival benefit of pRT followed by full-dose preoperative chemotherapy as an alternative for pCCRT with and without postoperative chemotherapy [10] .
Under current guidelines, preoperative treatment is offered to a broad group of patients, although only around 10% of patients are actually at risk for development of a local recurrence without preoperative treatment [2] . This means that up to 90% of rectal cancer patients are unnecessarily exposed to preoperative treatment [2] . This undesirable situation calls for effective biomarkers that allow for selection of those patients with a high probability for development of a local recurrence after surgery alone. Effective selection for pRT or pCCRT treatment of only those rectal cancer patients with an increased risk of recurrent local disease would reduce overtreatment and allow for more personalized treatment protocols.
Genetic profiling of copy number (CN) alterations in individual chromosomes has previously been recognized as an independent predictor for metastatic relapse of early stage colorectal cancer [11] . The risk of development of a local recurrence in rectal cancer can be deduced from the genetic aberrations found in the primary tumor. In the current study, we were especially interested in the prognostic value of genomic alterations related to local recurrent disease in rectal cancer. The aim of our study was therefore to identify CN alterations and allelic imbalances that could predict risk of recurrence in rectal cancer. Using a genome-wide CN analysis approach, we analyzed tissues from 112 rectal cancer patients enrolled in the TME trial. High-density SNP arrays were used to assess CN alterations and allelic (im)balances of genomic DNA (gDNA) segments [12, 13] . As many studies have reported on CN alterations in (colo)rectal cancer, we additionally performed a metaanalysis of 42 studies that reported chromosomal CN alterations (high frequency CN alterations at the level of chromosome arms) and compared these to our current findings. We hypothesized that the CN alterations and/or aberrant allelic ratio patterns of certain gDNA segments might be prognostic for a local recurrence in rectal cancer, and might therefore identify those patients that would benefit most from pRT or pCCRT.
Study cohort
Tumor and matching normal tissues from the Dutch TME trial, which recruited rectal cancer patients in 118 European centers and one Canadian center, were available for analysis. The trial design has been described previously [1] . We selected patients (from the non-radiation treatment arm) with clinically resected TNM stage I-III adenocarcinomas of the rectum and a presentation of local and/or distant recurrent disease at follow-up. To exclude uncontrolled bias, patients with clinically resected TNM stage I-III adenocarcinomas of the rectum presenting without recurrent disease were additionally selected to match those presenting with recurrent disease. Individual control group patients matched patients in the local recurrence group, the distant recurrence group and the local & distant recurrence group. For every patient within a recurrence group (local, distant, or local & distant) a unique match was therefore included. Matching criteria were TNM stage (exact match), CRM involvement (exact match), gender (exact match), and age at surgery (average difference of 2 years; range 0-7 years).
For the discovery phase, we selected tissues from 112 rectal cancer patients for whom fresh-frozen (FF) tumor and normal matched tissues were available. These included samples from patients with a recurrence (all available local N = 10, distant N = 41, and all available local & distant N = 15) and matched control patients without a recurrence (N = 46). Three samples from the discovery cohort were used for technical validation. For validation of results, we selected tumor and normal matched formalin-fixed paraffin-embedded (FFPE) tissue from 95 patients. Patients presenting with a recurrence (all available local, N = 12, distant, N = 24, and all available local & distant, N = 22) were matched to controls (without any recurrence, N = 37). The discovery study cohort (N = 112) and validation cohort (N = 95), which did not overlap, are described in Table 1 .
Consent
All samples were coded in accordance with national ethical guidelines ("Code for Proper Secondary Use of Human Tissue", Dutch Federation of Medical Scientific Societies). The use of these specimens was approved by the Medical Ethical Committee of the Leiden University Medical Center (LUMC). Patients were included in The Dutch Total Mesorectal Excision (TME) trial after informed consent was obtained [1] .
DNA isolation
Genomic DNA (gDNA) from tumor and corresponding normal tissue (FF or FFPE) was isolated, as described previously [14, 15] , following macrodissection or laser capture microdissection (LCM). The DNA concentration was measured using the PicoGreen method (Invitrogen, Carlsbad, CA, USA). If necessary, samples were concentrated using a Speedvac (SC110A, ThermoFisher, Waltham, MA, USA) to 10 ng/μl or to a minimum of 15 μl.
CytoSNP arrays and analysis
Hybridization of gDNA to high resolution Illumina Human CytoSNP12v2 arrays (Illumina, San Diego, CA, USA), intensity data extraction and the first quality control steps were performed by ServiceXS (Leiden, the Netherlands). Bioinformatic analysis was performed using the beadarraySNP package in R [13] . After normalization, de-waving and automated segmentation analysis, we obtained CN data and allelic ratio data for all arrays. Thresholds for CN alterations after normalization were set at 0.92 for losses and 1.08 for gains, compared to the sample mean. To designate the allelic ratio groups, DNA segments were divided per individual sample into three classes, retention of heterozygosity, imbalance and loss of heterozygosity (LOH).
A globaltest (R package globaltest [16, 17] ) was performed on both the continuous CN data and the overall allelic ratio group data separately to determine overall statistical differences between analysis groups, comparing local recurrence group (L-group) versus control group (C-group), distant recurrence group (D-group) versus C-group and local & distant recurrence group (LD-group) versus C-group. A significant global test on the overall CN data or allelic ratio group data resulted in a second global test on individual chromosome arms. If significant, the smaller underlying segments underwent a further global test to identify regions with significant differences between the analysis groups. Multiple testing correction was performed using the Benjamin-Hochberg (BH) method [18] .
For allelic ratio group analyses of chromosome combinations, the overall chromosome status was classified into balanced = 1, imbalanced = 2 and LOH = 3. Overall chromosome status was defined as most abundant allelic ratio group number on the chromosome. In the chromosome combination analyses, the highest number of overall chromosome status was used. Differences between groups were assessed with Fisher's exact test for count data.
Survival analysis
Survival analysis was performed using the Cox proportional hazards model (R-package survival). Survival data were available for 12 years of follow-up. The mean follow-up time of the discovery cohort and the validation cohort were 6.6 years (range 0.07-13.4 years) and 5.7 years (range 0.09-13.6 years), respectively. Overall survival (OS) was defined as the time from surgery until death by any cause. Disease specific survival (DSS) was defined as the time from surgery until death by rectal cancer. Local recurrence-free period (LRFP) was defined as the time from surgery until the discovery of a local recurrence. Distant recurrence-free period (DRFP) was defined as the time from surgery until the discovery of a distant recurrence. Multivariate models included the predetermined clinically important covariates TNM stage, age at surgery, gender and circumferential margin involvement, irrespective of statistical significance.
Dynamic array and analysis
Based on the results from the discovery phase, reference SNP (rs) identification numbers on chromosome 7 and 13 were extracted from the CytoSNP12 array. A search was performed for validated ABI-Taqman SNP assays, based on rs-numbers, in the SNP browser program (Applied Biosystems, Foster City, CA, USA) and 48 SNPs were selected for validation, with 16 on chromosome 7p, 16 on chromosome 7q and 16 on chromosome 13 (Additional file 1 S1). Selection was based on the highest percentage of heterozygosity (at least 40%) as determined in the genotype call for normal tissues (N = 112) in the discovery phase.
Taqman assays targeting the 48 selected SNPs were tested using the 96.96 BioMark Dynamic Array for quantitative Real-Time PCR (Fluidigm Corporation, San Francisco, CA, USA). On the 96.96 BioMark dynamic platform, Taqman SNP targets were assayed in duplicate and samples were assayed in triplicate (technical validation) or duplicate (validation) using 14 cycles of Specific Target Amplification for each sample replicate prior to the qPCR on the array. Assays were performed by ServiceXS. Fluidigm Real-Time PCR analysis software was used to extract cycle threshold (Ct) values, while Fluidigm SNP Genotyping analysis software was b Patients with a recurrence were matched to patients without a recurrence based on the matching criteria TNM stage, CRM involvement, gender, and age at surgery; N = Number of patients; Perc. = Percentage of total patients. used to extract endpoint measurements at cycle 40 and for genotype calling. The linear derivative was used to determine Ct threshold values per SNP assay. Samples with a Ct >30 and missing values were set at Ct = 30. The number of starting DNA molecules per reaction chamber was computed using the following formula: # DNA molecules = 2^(26-Ct). In the 96.96 BioMark dynamic assay, a Ct value of 26 corresponds to one DNA molecule in the reaction chamber. Total sample molecule amount of the VIC (A-allele) and FAM (B-allele) channels was used for sample normalization. The allelic ratio, based on calculated amounts of DNA molecules rather than intensity, can be calculated by dividing the values for the VIC (A-allele) and FAM (B-allele) channels.
Validation of results
Based on quality control, samples with a mean log2 value lower than 4, and patients with non-matching tumor and normal SNP genotypes, were excluded from analyses. The Welch Two Sample T-test was used to assess whether average allelic ratio values along chromosome 7p, chromosome 7q or chromosome 13 were significantly different between the recurrence groups and the control group. Survival analysis for validation of results was performed as described above.
Results and discussion
Description of frequently occurring copy number alterations, and meta-analysis
We assessed CN alterations and chromosomal aberrations in rectal cancers from the Dutch TME trial, selected from the treatment arm that did not receive pRT. To gain a broader perspective on the results of our analysis of chromosomal CN alterations, we performed a meta-analysis of previously published CN studies. A PubMed search (performed on April 7, 2014), using the search criteria described in Additional file 2 S2, yielded 325 published studies. Studies from 2005 to search date and additional studies (selected from references of the selected articles published in 2005 or after) that described older CN alteration studies were assessed for eligibility, which required description of at least 6 tumors and detailed information on CN alterations per chromosome arm. A total of 42 studies that reported data on CN alterations in rectal cancer or colorectal cancer were included [11, . We combined results from these 42 studies (Table 2) and one additional study published online just after our Pubmed search (Table 2 ) and used the data to locate high frequency CN alterations in colorectal cancer at the level of chromosome arms ( Figure 1A ). CN alterations reported in at least 40% of the studies for at least 25% of the study cases were considered to be common CN alterations with high frequencies.
Many included studies pooled colon and rectal tumors and referred to them as colorectal cancer. However, evidence suggests that tumors arising from colon and rectal tissues should be considered as distinct disease entities [60] [61] [62] . We therefore compared common CN alterations with high frequencies in rectal versus colon cancers. Twenty studies (including the present study) specifically reported CN alterations in rectal carcinomas ( Figure 1B) . Frequent gains common in rectal cancer included regions of chromosomes 7p (found in 75% of the 20 rectal cancer studies, with a frequency >25%), 7q (65%), 8q (100%), 13q (100%), 20p (70%) and 20q (85%). Frequent losses common in rectal cancer were found on chromosomes 1p (found in 55% of the 20 rectal cancer studies, with a frequency >25%), 4q (50%), 5q (40%), 8p (80%), 14q (40%), 15q (65%), 17p (95%), 18p (70%), 18q (100%) and 22q (50%). Twelve studies reported CN alterations specific to colon carcinomas ( Figure 1C) , with frequent gains common in colon cancer on chromosomes 7p (found in 67% of the 12 studies, with a frequency >25%), 7q (75%), 8q (75%), 13q (83%), 20p (42%) and 20q (92%). Frequent losses common in colon cancer were found on chromosomes 8p (found in 42% of the 12 studies, with a frequency >25%), 17p (67%), 18p (67%) and 18q (92%). In contrast to rectal cancer, frequent losses on chromosomes 1p, 4q, 5q, 14q, 15q and 22q were not observed in at least 40% of the colon studies. With the exception of loss at 4q, these chromosome arms showed a difference of >20% between rectal cancer and colon cancer studies, indicating that rectal cancers were associated with a higher frequency of losses on these particular chromosome arms ( Figure 1D ). In addition, the percentage of studies reporting frequent losses on chromosomes 1q, 8p, 17p, and 21q, and the percentage of studies reporting frequent gains on chromosomes 8q and 20p, was higher in rectal cancer compared to colon cancer. These differences may be explained, in part, by the much higher percentage of microsatellite unstable colon carcinomas in comparison to rectal carcinomas, because microsatellite instability reflects DNA mismatch repair deficiency, in contrast to chromosomal instability characterized by aneuploidy. Where possible, microsatellite unstable tumors were omitted from our comparisons, although many studies did not report microsatellite stability status.
In conclusion, frequent CN alterations common in rectal cancer were located on chromosomes 1p, 4q, 5q, 7, 8, 13q, 14q, 15q, 17p, 18, 20 and 22q, while colon cancer showed a similar pattern but with a lower frequency of gains at chromosomes 8q and 20p, a lower frequency of losses at chromosomes 1q, 8p, 17p and 21q, and an absence of frequent CN losses at chromosomes 1p, 4q, 5q, 14q, 15q and 22q. Comparison of our study with the meta-analysis
In order to identify CN alterations associated with a recurrence in rectal cancer, we assessed CN alterations in a series of non-preoperatively treated rectal cancers from the Dutch TME trial. Rectal cancers with local and/or distant recurrences were compared with matching control cases without recurrence. In terms of the location of frequent gains, our study cohort was comparable to previously described rectal cancer cohorts ( Figure 1B upper panel). In contrast, compared to previous studies we detected a higher number of chromosome arms with frequent losses ( Figure 1B lower panel) . This might be due to our use of high-density arrays rather than CGH arrays, and to the selection of previously studied CGH locations. Another explanation might be the larger sample size of our study compared to most of the earlier studies, as smaller studies are more prone to higher variance. Additionally, our study differs from other studies due to Figure 1 Frequent copy number alterations reported in colorectal cancer studies. Frequent CN alterations were defined as copy number (CN) changes found in at least 25% of the cases in a study cohort. Since most studies did not report low frequency CN alterations, only high frequency CN alterations were summarized. A-C. Percentage of high frequency CN alterations for each chromosome arm reported by different CGH/SNP studies for colorectal (A; plotted from 20% to 100%), rectum (B; plotted from 25% to 100%) or colon (C; plotted from 25% to 100%) cancer. Top panel: Percentages of gains. Lower panel; percentages of losses. Symbol size (circles/diamonds/X's) indicates the number of rectal cases included in a particular study. X indicates the CN percentage from the current (SNP) study. Indicated losses are restricted to segments containing at least 15 SNPs. Open circles (O) represent other studies with reported percentages or percentages that could be estimated from plots or figures. For two studies [31, 53] , indicated by black diamonds (◊), percentages were not available. D. The percentage of studies, including the results of this study, were counted and plotted that reported on a chromosome arm showing CN alterations in ≥25% of the cases of that particular study. The percentages per chromosome arm for rectal studies are indicated with black-filled triangles (▲▼), while colon studies are indicated by open triangles (Δ∇). Triangles that point upwards (▲Δ) indicate the number of studies with reported gains and triangles that point downwards (▼∇) indicate the number of studies reporting on losses found on the various chromosome arms. We considered a particular CN alteration to be common, with high frequency, when at least 40% of the studies reported the CN alteration in at least 25% of the study's cases. our use of both laser capture microdissection and macrodissection. This could have influenced results by reducing a potential effect in the analyses.
Genomic abnormalities and local recurrence
Continuous CN values and allelic ratio groups were analyzed in an effort to identify differentially affected genomic regions in rectal cancer patients presenting with and without local and/or distant recurrence. We included all patients with a local recurrence for whom fresh frozen tissue was available (N = 25). Fifteen of these patients also presented with a distant recurrence. Additionally, we included 41 patients presenting with only distant recurrences. All patients with recurrent disease were matched to control samples of patients who did not present with a recurrence during follow-up (N = 46).
The frequency of gains (Additional file 3 S3A) and losses (Additional file 3 S3B) along the length of each chromosome was plotted for each analysis group (control group, local recurrence group, distant recurrence group, and local & distant recurrence group). CN gains were less frequently observed in the local recurrence group compared to the other analysis groups, while CN losses were more frequently observed in patients with a local recurrence. However, CN alterations were not significantly associated with (local) recurrent disease in our study cohort. A similar pattern can be deduced from a study by Diep et al. [49] , with fewer CN gains and more CN losses in local recurrences compared to independent primary colorectal tumor samples. A lower frequency of gains along chromosome 7 and higher frequency of losses along chromosome 18q were especially associated with local recurrence in both studies. A study by Kodeda et al. [31] , comparing locally recurrent and nonrecurrent rectal tumors, reported that both CN gains and CN losses were less frequently observed in locally recurrent tumors. Lower percentages of CN gains on chromosomes 8q, 13q and 20q, and a lower frequency of CN losses on chromosome 18q were observed in locally recurrent tumors in both our study cohort and the Kodeda cohort. In addition, we observed a lower frequency of CN gains on chromosomes 9p, 16p, 17q, 19 and 22q in the locally recurrent tumors. In contrast to the Kodeda study, we observed a higher frequency of CN losses on chromosomes 1p and 5q in locally recurrent tumors, in addition to a higher frequency of losses on chromosomes 3p, 9p and 15q. Overall, the results of the Kodeda study were comparable with our study regarding the lower frequency of CN gains, but conflicting on frequency of CN losses. This difference might be a result of the higher number of small deletions identified in our study due to our use of high-density SNP arrays compared to the CGH arrays used by Kodeda et al. However, despite these differences both the Kodeda study [31] and our study share a common conclusion that none of the above described CN alterations are (statistically) significantly associated with local recurrent disease.
An important feature of the SNP arrays used in our study was that they allow assessment of allelic imbalances, in addition to CN alterations. Using array data, allelic ratio groups were analyzed in order to identify genomic regions that showed allelic (im)balances associated with local and/or distant recurrence. The allelic ratio of DNA segments was classified into three classes: retention of heterozygosity, imbalance and LOH. In contrast to CN alterations, allelic imbalance showed a significant association with local recurrence, while no association was found with distant recurrence or a combination of both. Tumors from patients in the local recurrence group showed overall statistically significant differences in allelic ratios compared to the control samples (p < 0.005). Individual chromosome arms, and underlying segments and sub-segments, were then analyzed. Several chromosome arms showed different allelic ratio groups with (uncorrected) p-values <0.05 (Table 3A) . In all cases, the local recurrence group displayed fewer allelic aberrations (allelic imbalance or LOH) than the control group. Statistically significant sub-regions, with p-values <0.05 after adjustment for multiple testing, were identified on chromosome 7. These regions showed almost no LOH (Additional file 4 S4). All tumors from patients presenting with only a local recurrence showed retention of heterozygosity and balanced alleles. In contrast, approximately 50 percent of control group cases showed imbalanced alleles. The percentage of patients with retention, imbalanced alleles or LOH along the length of chromosome 7 is shown in Figure 2 . Balanced alleles were more prominent in cases with only a local recurrence, indicating that retention on chromosome 7 might be associated with the development of local recurrent disease. Frequent gains of chromosome 7, with or without allelic imbalances, were most often identified, and true LOH was almost non-existent in our study cohort. This suggests that heterozygosity of chromosome 7 is important for rectal cancer tumorigenesis and warrants further studies on the role of chromosome 7 retention in local recurrences of rectal cancer.
The use of heterozygous SNPs to determine allelic ratios of normal and tumor samples identified statistically significant differences on chromosome 7 between patients presenting with and without only local recurrent disease.
Validation
A validation of the association of chromosome 7 retention with local recurrence was performed using the 96.96 BioMark dynamic platform. A technical validation demonstrated that this platform could be used for validation of our results (Additional file 5 S5). We selected all (remaining) patients with a local recurrence for whom FFPE tissue was available (N = 34). Of these patients, 22 also presented with a distant recurrence. Additionally, we included 24 patients presenting with only distant recurrences. All patients with recurrent disease were matched to control patient samples without recurrence in follow-up (N = 37).
Differences in frequency of allelic (im)balances of specific SNPs on chromosome 7 were assessed in FFPE tissues of rectal cancer patients presenting with and without local and/or distant recurrence. Based on the results from the discovery phase, we selected 32 SNPs located on chromosome 7p (N = 16) and chromosome 7q (N = 16) (Additional file 1 S1). As a high percentage of patients presenting with only a local recurrence also showed retention on chromosome 13 (Figure 2) , an additional set of 16 SNPs was selected on this chromosome to potentially increase discriminative power. SNPs on both chromosome 13 and chromosome 7 were therefore included to enhance differences between analysis groups. During the discovery phase, the overall chromosome status of combined chromosomes 7 and 13 was significantly different in patients in the local recurrence group compared to the control group (Fisher's exact test for count data, p-value < 0.0002; Table 3B ). Balanced alleles were more prominent in cases with a local recurrence, indicating that retention on chromosome 7, and to a lesser extent on chromosome 13, might be associated with the development of a local recurrence.
Using the technically validated dynamic array approach, differences between the local recurrence group and the control group showed a trend towards significance on chromosome 7p (p-value = 0.07). Retention of heterozygosity was more frequently observed in tumors with local recurrence compared to control group tumors, which is in accordance with findings in the discovery phase (Figure 3) . The telomeric region of chromosome 7p showed allelic imbalance or LOH in consistently lower percentages of patients in the local recurrence group compared to the control group. For the centromeric region, the same pattern was observed for both the local recurrence group and for the local & distant recurrence group. Chromosome 13 retention results could not be reproduced.
In brief, validation cohort data were not conclusive but do support the notion that retention of heterozygosity on the telomeric and centromeric regions of Abbreviations: Chr, chromosome; B, p-value after using the Benjamin-Hochberg method for multiple testing correction. B) For chromosome 7, chromosome 13 and in combination, the numbers of patients within each 'overall chromosome status' group -defined as the most abundant allelic ratio group on the chromosome -are shown for both the local recurrence group (L) and the control group (C). Fisher's exact test for count data was used to determine the statistical differences between analysis groups L and C.
chromosome 7 may be associated with local recurrence in rectal cancer.
Prognostic value of CN alterations and allelic aberrations
The clinical prognostic value of continuous CN profiles and allelic ratio group profiles was assessed in the discovery cohort using the Cox proportional hazards model. Multivariate analyses showed a trend in association of chromosome 7p with local recurrence (LRFP), but no associations with any other clinical outcome in our cohort of rectal cancer patients (Additional file 6 S6). In our discovery study cohort, allelic imbalance was associated with death by rectal cancer and local recurrent disease, with the allelic imbalance at chromosome 7p being chiefly responsible for the prognostic effect for local recurrent disease (Additional file 6 S6). These results could not be confirmed with the 48 selected SNPs using the dynamic array (data not shown), and this outcome is reflected in the absence of literature describing associations between CN alterations or allelic ratio profiles and patient survival in rectal cancer patients. Only one study specifically dedicated to rectal cancer patients reported an association of CN alterations with patient survival or recurrent disease [63] . The study by Doyen et al. [63] showed (in multivariate analysis) an association of loss at chromosome 8p with worse cancer specific survival (CSS) and the occurrence of metachronous distant metastases (DRFP). Unfortunately, the covariates included in the multivariate analysis where not reported. Four previously published colorectal cancer studies reported associations of CN alterations with patient survival or recurrent disease [11, 45, 48, 64] . A study by De Angelis et al. [48] showed worse overall survival for patients with losses at chromosomes 1p and 8p in multivariate analyses. Bardi et al. [45] observed a significant association between loss at chromosome 4 and worse disease-free survival in univariate analyses. In multivariate analysis, loss of chromosome 18 was reported to be associated with worse overall survival. Al-Mulla et al. [11] reported that loss at chromosomes 4p and 5q was associated with worse disease-free survival in early stage colorectal cancers in multivariate analyses. Allelic imbalance at chromosome 8p was reported by Halling et al. [64] and associated with overall survival (OS) and time to recurrence (DRFP) in multivariate analysis. Association between allelic imbalance or loss at chromosome 8p and worse clinical outcome was described in three independent articles. However, only one was dedicated specifically to rectal cancer, and our study could not validate the results. The differences in results between these studies and our own data might be due to differences in tumor locations, as we focused on rectal cancer patients alone, whereas four out of five earlier studies included both colon and rectal cancer patients. Additionally, our use of laser capture microdissection along with macrodissection in order to reduce the potential effect of tumor microenvironment on the analyses, and thereby reduction of intratumoral heterogeneity of the rectal tumors, might provide a truer picture of the association between CN alterations and clinical outcome.
Allelic aberrations and LOH in colorectal cancer have been widely investigated, and loss of 18q and 17p are seen as prognostic markers for clinical outcomes in colorectal cancer (reviewed in [65] ). To the best of our knowledge, no study has previously focused specifically on rectal cancers. A study by Choi et al. [66] showed that higher levels of LOH were significantly associated with tumor location specifically in the rec and the distal portion of the colon. This finding indicates that rectal and colon tumors should be considered distinct disease entities in relation to allelic alterations and LOH in particular. Prognostic indicators identified in studies of colorectal cancer patients cannot be adequately compared with (our) survival data on rectal cancer patients.
Conclusion

Implications for clinical use
Rectal cancer is associated with a high rate of local recurrence, in contrast to colon cancer. The location of the rectum, fixed in the smaller pelvis, provides opportunities for pRT or pCCRT treatment. Although introduction of pRT and pCCRT led to markedly reduced local recurrence rates (from 11% to 5% for pRT [2] ), no difference in overall survival was observed [2, 4, 8] . This suggests that the majority of rectal cancer patients (over 90%) are currently receiving unnecessary preoperative treatment to reduce the local recurrence risk, when in fact this risk is only relevant for less than 10% of all patients. Identification of patients who are likely to show local recurrent disease could guide decision-making for the preoperative treatment of rectal cancer patients.
Validation data from the present study on allelic ratios of chromosome 7 are supportive (but not conclusive) of our initial finding that retention of heterozygosity on chromosome 7 is associated with local recurrent disease. While these data do not yet provide sufficient grounds for development of a clinically useful platform based on these observations, further research is warranted to elucidate underlying mechanisms. Chromosome 7 harbors many interesting genes, including druggable targets such as the oncogenes EGFR, BRAF and MET, but at present their relation to the retention of chromosome 7 and the development of local recurrent disease in rectal cancer is unclear. Comparison of data on CN alterations and allelic imbalance from our rectal cancer cohort with previously published studies provided support for the hypothesis that colon cancer and rectal cancer may be distinct disease entities, and thus may require stratification in (survival) analyses accordingly.
